BLAST comparison of coding sequence for attractin (5' untranslated region and 3' untranslated 
region removed). 

Reference sequence: human membrane attractin (long 5' end) 
Identity to itself; 

Homo sapiens attractin (ATRN) , transcript variant 1, mRNA; Length = 8645 

Score = 8504 bits (4290), Expect = 0.0 
Identities = 4290/4290 (100%) 
Strand = Plus / Plus 

Query : 1 atggtggctgcagcggcggcaactgaggcaaggctgaggaggaggacggcggcgacggca 60 

Mill III I II II I II II I III MM I Mil II II MM I III I INI II II I MM III 

Sbjct : 8 0 atggtggctgcagcggcggcaactgaggcaaggctgaggaggaggacggcggcgacggca 13 9 
Query: 61 gcgctcgcgggcaggagcggcgggccgcactgggactgggacgtgaccagggctgggagg 12 0 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 14 0 gcgctcgcgggcaggagcggcgggccgcactgggactgggacgtgaccagggctgggagg 199 
Query: 121 ccggggctgggggccgggctgcgcctcccgcggctgctgtctccaccgctgcggccacgg 180 

II II I II II II 1 1 II 1 1 1 1 1 II II I iki II I II 1 1 1 II 1 11 II II I II I II 1 1 1 II I II I 

Sbjct: 200 ccggggctgggggccgggctgcgcctcccgcggctgctgtctccaccgctgcggccacgg 259 
Query : 181 ctgctgctgctgctgttgttgctctcgccgccgctgctgctgctgctgctgccctgtgag 240 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbj ct : 260 ctgctgctgctgctgttgttgctctcgccgccgctgctgctgctgctgctgccctgtgag 319 
Query: 241 gccgaggccgcggcggcggcggcggcggtgtcgggctcagccgcagccgaggccaaggaa 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 320 gccgaggccgcggcggcggcggcggcggtgtcgggctcagccgcagccgaggccaaggaa 379 
Query : 3 01 tgtgaccggccctgtgtcaacggcggtcgctgcaaccctggcaccggccagtgcgtctgc 360 

II 11 1 II II 11 II 11 II 1 1 II 11 II 1 11 II 1 1 II 1 1 1 II 1 11 II 1 11 1 11 II 1 1 II I II I 

Sbjct : 380 tgtgaccggccctgtgtcaacggcggtcgctgcaaccctggcaccggccagtgcgtctgc 439 
Query: 361 cccgccggctgggtgggcgagcaatgccagcactgcgggggccgcttcagactaactgga 420 

IIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 440 cccgccggctgggtgggcgagcaatgccagcactgcgggggccgcttcagactaactgga 499 
Query : 421 tcttctgggtttgtgacagatggacctggaaattataaatacaaaacgaagtgcacgtgg 480 

IIIIIIIIIMIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct : 500 tcttctgggtttgtgacagatggacctggaaattataaatacaaaacgaagtgcacgtgg 559 
Query : 4 81 ctcattgaaggacagccaaatagaataatgagacttcgtttcaatcattttgctacagag 54 0 

IIIIIIIIIIIIIMIIIIIIIIIIilllllllllllllllMIIIIIIIIMIIIIIII 



Sbjct: 560 



ctcattgaaggacagccaaatagaataatgagacttcgtttcaatcattttgctacagag 619 



Query : 541 tgtagttgggaccatttatatgtttatgatggggactcaatttatgcaccgctagttgct 600 
Sbjct : 620 tgtagttgggaccatttatatgtttatgatggggactcaatttatgcaccgctagttgct 679 



Query: 601 gcatttagtggcctcattgttcctgagagagatggcaatgagactgtccctgaggttgtt 660 

Mill 

Sbjct : 680 gcatttagtggcctcattgttcctgagagagatggcaatgagactgtccctgaggttgtt 739 



Query : 661 gccacatcaggttatgccttgctgcatttttttagtgatgctgcttataatttgactgga 720 
Sbjct : 740 gccacatcaggttatgccttgctgcatttttttagtgatgctgcttataatttgactgga 799 



Query : 721 tttaatattacttacagttttgatatgtgtccaaataactgctcaggccgaggagagtgt 7 80 
Sbjct : 800 tttaatattacttacagttttgatatgtgtccaaataactgctcaggccgaggagagtgt 859 



Query : 781 aagatcagtaatagcagcgatactgttgaatgtgaatgttctgaaaactggaaaggtgaa 840 
Sbj ct : 860 aagatcagtaatagcagcgatactgttgaatgtgaatgttctgaaaactggaaaggtgaa 919 



Query : 841 gcatgtgacattcctcactgtacagacaactgtggttttcctcatcgaggcatctgcaat 900 
Sbjct : 920 gcatgtgacattcctcactgtacagacaactgtggttttcctcatcgaggcatctgcaat 979 



Query : 901 tcaagtgatgtcagaggatgctcctgcttctcagactggcagggtcctggatgttcagtt 960 
Sbjct: 980 tcaagtgatgtcagaggatgctcctgcttctcagactggcagggtcctggatgttcagtt 1039 



Query: 961 cctgtaccagctaaccagtcattttggactcgagaggaatattctaacttaaagctcccc 1020 

I INI III MM Mil III MM MM MM III I III INI I II Mil INI Ml M M 

Sbjct: 1040 cctgtaccagctaaccagtcattttggactcgagaggaatattctaacttaaagctcccc 1099 



Query: 1021 agagcatctcataaagctgtggtcaatggaaacattatgtgggttgttggaggatatatg 1080 
Sbjct : 1100 agagcatctcataaagctgtggtcaatggaaacattatgtgggttgttggaggatatatg 1159 



Query: 1081 ttcaaccactcagattataacatggttctagcgtatgaccttgcttctagggagtggctt 1140 
Sbjct : 1160 ttcaaccactcagattataacatggttctagcgtatgaccttgcttctagggagtggctt 1219 



Query : 1141 ccactaaaccgttctgtgaacaatgtggttgttagatatggtcattctttggcattatac 1200 
Sbjct: 1220 ccactaaaccgttctgtgaacaatgtggttgttagatatggtcattctttggcattatac 1279 



2. 



Query : 12 01 aaggataaaatttacatgtatggaggaaaaattgattcaactgggaatgtgaccaatgag 12 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1280 aaggataaaatttacatgtatggaggaaaaattgattcaactgggaatgtgaccaatgag 1339 

Query: 1261 ttgagagtttttcacattcataatgagtcatgggtgttgttgacccctaaggcaaaggag 1320 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1340 ttgagagtttttcacattcataatgagtcatgggtgttgttgacccctaaggcaaaggag 1399 

Query : 1321 cagtatgcagtggttgggcactctgcacacattgttacactgaagaatggccgagtggtc 13 8 0 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 1400 cagtatgcagtggttgggcactctgcacacattgttacactgaagaatggccgagtggtc 1459 

Query: 13 81 atgctggtcatctttggtcactgccctctctatggatatataagcaatgtgcaggaatat 144 0 

IIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct : 1460 atgctggtcatctttggtcactgccctctctatggatatataagcaatgtgcaggaatat 1519 

Query : 1441 gatttggataagaacacatggagtatattacacacccagggtgcccttgtgcaagggggt 1500 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 1520 gatttggataagaacacatggagtatattacacacccagggtgcccttgtgcaagggggt 1579 

Query: 1501 tacggccatagcagtgtttacgaccataggaccagggccctatacgttcatggtggctac 1560 

IIIMIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct : 1580 tacggccatagcagtgtttacgaccataggaccagggccctatacgttcatggtggctac 163 9 

Query : 1561 aaggctttcagtgccaataagtaccggcttgcagatgatctctaccgatatgatgtggat 1620 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1640 aaggctttcagtgccaataagtaccggcttgcagatgatctctaccgatatgatgtggat 1699 

Query : 1621 acccagatgtggaccattcttaaggacagccgatttttccgttacttgcacacagctgtg 16 8 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 1700 acccagatgtggaccattcttaaggacagccgatttttccgttacttgcacacagctgtg 1759 

Query: 1681 atagtgagtggaaccatgctggtgtttggaggaaacacacacaatgacacatctatgagc 174 0 

IIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct : 1760 atagtgagtggaaccatgctggtgtttggaggaaacacacacaatgacacatctatgagc 1819 

Query : 1741 catggcgccaaatgcttctcttcagatttcatggcctatgacattgcctgtgaccgctgg 18 0 0 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 1820 catggcgccaaatgcttctcttcagatttcatggcctatgacattgcctgtgaccgctgg 1879 



Query: 1801 tcagtgcttcccagacctgatctccaccatgatgtcaacagatttggccattcagcagtc 1860 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1880 tcagtgcttcccagacctgatctccaccatgatgtcaacagatttggccattcagcagtc 1939 
Query: 1861 ttacacaacagcaccatgtatgtgttcggtggtttcaatagtctcctcctcagcgacatc 1920 



3 



Sbjct: 1940 ttacacaacagcaccatgtatgtgttcggtggtttcaatagtctcctcctcagcgacatc 1999 

Query: 1921 ctggtattcacctcggaacagtgtgatgcgcatcggagtgaagccgcttgtttagcagca 1980 
Sbjct: 2000 ctggtattcacctcggaacagtgtgatgcgcatcggagtgaagccgcttgtttagcagca 2059 

Query: 1981 ggacctggtattcggtgtgtgtggaacacagggtcgtctcagtgtatctcgtgggcgctg 2040 
Sbjct: 2060 ggacctggtattcggtgtgtgtggaacacagggtcgtctcagtgtatctcgtgggcgctg 2119 

Query: 2041 gcaactgatgaacaagaagaaaagttaaaatcagaatgtttttccaaaagaactcttgac 2100 
Sbj ct : 212 0 gcaactgatgaacaagaagaaaagttaaaatcagaatgtttttccaaaagaactcttgac 217 9 

Query : 2101 catgacagatgtgaccagcacacagattgttacagctgcacagccaacaccaatgactgc 2160 
Sbj ct : 2180 catgacagatgtgaccagcacacagattgttacagctgcacagccaacaccaatgactgc 2239 

Query : 2161 cactggtgcaatgaccattgtgtccccaggaaccacagctgctcagaaggccagatctcc 2 22 0 
Sbjct : 2240 cactggtgcaatgaccattgtgtccccaggaaccacagctgctcagaaggccagatctcc 2299 

Query : 2221 atttttaggtatgagaattgccccaaggataaccccatgtactactgtaacaagaagacc 2280 
Sbj ct : 2300 atttttaggtatgagaattgccccaaggataaccccatgtactactgtaacaagaagacc 2359 

Query : 22 81 agctgcaggagctgtgccctggaccagaactgccagtgggagccccggaatcaggagtgc 2 34 0 
Sbj ct : 23 60 agctgcaggagctgtgccctggaccagaactgccagtgggagccccggaatcaggagtgc 2419 

Query : 2341 attgccctgcccgaaaatatctgtggcattggctggcatttggttggaaactcatgtttg 2400 
Sbjct : 2420 attgccctgcccgaaaatatctgtggcattggctggcatttggttggaaactcatgtttg 2479 

Query : 2401 aaaattactactgccaaggagaattatgacaatgctaaattgttctgtaggaaccacaat 2460 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIMIIIII 

Sbjct : 2480 aaaattactactgccaaggagaattatgacaatgctaaattgttctgtaggaaccacaat 2539 

Query: 2461 gcccttttggcttctcttacaacccagaagaaggtagaatttgtccttaagcagctgcga 2520 
Sbjct: 2540 gcccttttggcttctcttacaacccagaagaaggtagaatttgtccttaagcagctgcga 2599 

Query : 2521 ataatgcagtcatctcagagcatgtccaagctcaccttaaccccatgggtcggccttcgg 2580 
Sbj ct : 2 600 ataatgcagtcatctcagagcatgtccaagctcaccttaaccccatgggtcggccttcgg 2 65 9 



Query : 2581 aagatcaatgtgtcctactggtgctgggaagatatgtccccatttacaaatagtttacta 2640 
Sbjct: 2660 aagatcaatgtgtcctactggtgctgggaagatatgtccccatttacaaatagtttacta 2719 

Query: 2641 cagtggatgccgtctgagcccagtgatgctggattctgtggaattttatcagaacccagt 2700 
Sbjct: 2720 cagtggatgccgtctgagcccagtgatgctggattctgtggaattttatcagaacccagt 2779 

Query : 2701 actcggggactgaaggctgcaacctgcatcaacccactcaatggtagtgtctgtgaaagg 2760 
Sbjct: 2780 actcggggactgaaggctgcaacctgcatcaacccactcaatggtagtgtctgtgaaagg 2839 

Query: 2761 cctgcaaaccacagtgctaagcagtgccggacaccatgtgccttgaggacagcatgtgga 2820 
Sbjct: 2840 cctgcaaaccacagtgctaagcagtgccggacaccatgtgccttgaggacagcatgtgga 2899 

Query: 2821 gattgcaccagcggcagctctgagtgcatgtggtgcagcaacatgaagcagtgtgtggac 2880 
Sbjct: 2900 gattgcaccagcggcagctctgagtgcatgtggtgcagcaacatgaagcagtgtgtggac 2959 

Query: 2881 tccaatgcctatgtggcctccttcccttttggccagtgtatggaatggtatacgatgagc 2940 
Sbjct : 2960 tccaatgcctatgtggcctccttcccttttggccagtgtatggaatggtatacgatgagc 3019 

Query: 2941 acctgcccccctgaaaattgttcaggctactgtacctgtagtcattgcttggagcaacca 3000 
Sbjct: 3020 acctgcccccctgaaaattgttcaggctactgtacctgtagtcattgcttggagcaacca 3079 

Query: 3001 ggctgtggctggtgtactgatcccagcaatactggcaaagggaaatgcatagagggttcc 3060 
Sbjct : 3 0 80 ggctgtggctggtgtactgatcccagcaatactggcaaagggaaatgcatagagggttcc 3*^13 9 

Query: 3 061 tataaaggaccagtgaagatgccttcgcaagcccctacaggaaatttctatccacagccc 312 0 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 314 0 tataaaggaccagtgaagatgccttcgcaagcccctacaggaaatttctatccacagccc 3199 

Query : 3121 ctgctcaattccagcatgtgtctagaggacagcagatacaactggtctttcattcactgt 3180 
Sbjct: 3200 ctgctcaattccagcatgtgtctagaggacagcagatacaactggtctttcattcactgt 3259 

Query: 3181 ccagcttgccaatgcaacggccacagtaaatgcatcaatcagagcatctgtgagaagtgt 3240 
Sbjct: 3260 ccagcttgccaatgcaacggccacagtaaatgcatcaatcagagcatctgtgagaagtgt 3319 



Query: 3241 gagaacctgaccacaggcaagcactgcgagacctgcatatctggcttctacggtgatccc 3300 

Sbjct : 3320 gagaacctgaccacaggcaagcactgcgagacctgcatatctggcttctacggtgatccc 3379 

Query: 3301 accaatggagggaaatgtcagccatgcaagtgcaatgggcacgcgtctctgtgcaacacc 3360 

Sbjct: 3380 accaatggagggaaatgtcagccatgcaagtgcaatgggcacgcgtctctgtgcaacacc 3439 

Query : 3 361 aacacgggcaagtgcttctgcaccaccaagggcgtcaagggggacgagtgccagctatgt 34 2 0 

Sbj ct : 344 0 aacacgggcaagtgcttctgcaccaccaagggcgtcaagggggacgagtgccagctatgt 34 99 

Query: 3421 gaggtagaaaatcgataccaaggaaaccctctcagaggaacatgttattatactcttctt 3480 

Sbjct : 3500 gaggtagaaaatcgataccaaggaaaccctctcagaggaacatgttattatactcttctt 3559 

Query : 34 81 attgactatcagttcacctttagtctatcccaggaagatgatcgctattacacagctatc 3 54 0 

Sbjct : 3560 attgactatcagttcacctttagtctatcccaggaagatgatcgctattacacagctatc 3619 

Query : 3 541 aattttgtggctactcctgacgaacaaaacagggatttggacatgttcatcaatgcctcc 3 600 

Sbj ct : 3 62 0 aattttgtggctactcctgacgaacaaaacagggatttggacatgttcatcaatgcctcc 3 67 9 

Query : 3601 aagaatttcaacctcaacatcacctgggctgccagtttctcagctggaacccaggctgga 3660 

Sbjct: 3680 aagaatttcaacctcaacatcacctgggctgccagtttctcagctggaacccaggctgga 3739 

Query : 3 661 gaagagatgcctgttgtttcaaaaaccaacattaaggagtacaaagatagtttctctaat 3 72 0 

Sbjct : 3740 gaagagatgcctgttgtttcaaaaaccaacattaaggagtacaaagatagtttctctaat 3799 



Query : 3 721 gagaagtttgattttcgcaaccacccaaatatcactttctttgtttatgtcagtaatttc 37 8 0 

IIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct : 3800 gagaagtttgattttcgcaaccacccaaatatcactttctttgtttatgtcagtaatttc 3859 

Query : 3781 acctggcccatcaaaattcagattgccttctctcagcacagcaattttatggacctggta 3 84 0 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbj ct : 3 86 0 acctggcccat caaaat tcagat tgcct tctc tcagcacagcaat 1 1 tatggacctggta 3 919 

Query: 3 841 cagttcttcgtgactttcttcagttgtttcctctctttgctcctggtggctgctgtggtt 3 900 

Sbj ct : 3920 cagttcttcgtgactttcttcagttgtttcctctctttgctcctggtggctgctgtggtt 3979 

Query : 3 901 tggaagatcaaacaaagttgttgggcctccagacgtagagagcaacttcttcgagagatg 3 960 



Sbjct : 3980 tggaagatcaaacaaagttgttgggcctccagacgtagagagcaacttcttcgagagatg 4039 



Query: 3961 caacagatggccagccgtccctttgcctctgtaaatgtcgccttggaaacagatgaggag 4020 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 4040 caacagatggccagccgtccctttgcctctgtaaatgtcgccttggaaacagatgaggag 4099 
Query: 4021 cctcctgatcttattggggggagtataaagactgttcccaaacccattgcactggagccg 4080 

llllllllllllllllllllllllilllllMIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct : 4100 cctcctgatcttattggggggagtataaagactgttcccaaacccattgcactggagccg 4159 
Query : 4081 tgttttggcaacaaagccgctgtcctctctgtgtttgtgaggctccctcgaggcctgggt 4140 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 4160 tgttttggcaacaaagccgctgtcctctctgtgtttgtgaggctccctcgaggcctgggt 4219 



Query : 4141 ggcatccctcctcctgggcagtcaggtcttgctgtggccagcgccctggtggacatttct 42 00 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 4220 ggcatccctcctcctgggcagtcaggtcttgctgtggccagcgccctggtggacatttct 4279 
Query: 4201 cagcagatgccgatagtgtacaaggagaagtcaggagccgtgagaaaccggaagcagcag 4260 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 4280 cagcagatgccgatagtgtacaaggagaagtcaggagccgtgagaaaccggaagcagcag 4339 
Query: 4261 ccccctgcacagcctgggacctgcatctga 4290 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 4340 ccccctgcacagcctgggacctgcatctga 4369 

Identity to secreted attractin (long 5' end) 

Homo sapiens attractin (ATRN) , transcript variant 2, mRNA, Length = 4116 

Score = 7535 bits (3801), Expect = 0.0 
Identities = 3801/3801 (100%) 
Strand = Plus / Plus 

100% identical base pairs, but 88.6% of length therefore 88,6% identical (?) 



Query: 1 atggtggctgcagcggcggcaactgaggcaaggctgaggaggaggacggcggcgacggca 60 

IIIIMIIIIIIIIIIIIIIIIIIIIIillllliilllllllllllllllllllllllll 

Sbjct; 80 atggtggctgcagcggcggcaactgaggcaaggctgaggaggaggacggcggcgacggca 139 

Query : 61 gcgctcgcgggcaggagcggcgggccgcactgggactgggacgtgaccagggctgggagg 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 14 0 gcgctcgcgggcaggagcggcgggccgcactgggactgggacgtgaccagggctgggagg 199 

Query : 121 ccggggctgggggccgggctgcgcctcccgcggctgctgtctccaccgctgcggccacgg 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 200 ccggggctgggggccgggctgcgcctcccgcggctgctgtctccaccgctgcggccacgg 259 



Query : 181 ctgctgctgctgctgttgttgctctcgccgccgctgctgctgctgctgctgccctgtgag 240 

IIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIII 

Sbjct : 260 ctgctgctgctgctgttgttgctctcgccgccgctgctgctgctgctgctgccctgtgag 319 

Query: 241 gccgaggccgcggcggcggcggcggcggtgtcgggctcagccgcagccgaggccaaggaa 3 00 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 320 gccgaggccgcggcggcggcggcggcggtgtcgggctcagccgcagccgaggccaaggaa 379 



Query: 
Sbjct : 



301 



380 



tgtgaccggccctgtgtcaacggcggtcgctgcaaccctggcaccggccagtgcgtctgc 3 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

tgtgaccggccctgtgtcaacggcggtcgctgcaaccctggcaccggccagtgcgtctgc 43 9 



Query: 
Sbjct : 



361 



440 



cccgccggctgggtgggcgagcaatgccagcactgcgggggccgcttcagactaactgga 42 0 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

cccgccggctgggtgggcgagcaatgccagcactgcgggggccgcttcagactaactgga 4 99 



Query: 421 tcttctgggtttgtgacagatggacctggaaattataaatacaaaacgaagtgcacgtgg 480 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i I { 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 500 tcttctgggtttgtgacagatggacctggaaattataaatacaaaacgaagtgcacgtgg 559 
Query : 481 ctcattgaaggacagccaaatagaataatgagacttcgtttcaatcattttgctacagag 540 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 560 ctcattgaaggacagccaaatagaataatgagacttcgtttcaatcattttgctacagag 619 
Query : 541 tgtagttgggaccatttatatgtttatgatggggactcaatttatgcaccgctagttgct 600 

IIIIIIIIMIIIIIIIIIIIMIIIIIIIIIIIIIIIILIIIIIIIIIIIIIIIIIIII 

Sbjct: 620 tgtagttgggaccatttatatgtttatgatggggactcaatttatgcaccgctagttgct 679 
Query: 601 gcatttagtggcctcattgttcctgagagagatggcaatgagactgtccctgaggttgtt 660 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 680 gcatttagtggcctcattgttcctgagagagatggcaatgagactgtccctgaggttgtt 739 
Query : 661 gccacatcaggttatgccttgctgcatttttttagtgatgctgcttataatttgactgga 720 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIII 

Sbjct : 740 gccacatcaggttatgccttgctgcatttttttagtgatgctgcttataatttgactgga 799 
Query: 721 tttaatattacttacagttttgatatgtgtccaaataactgctcaggccgaggagagtgt 7 80 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 800 tttaatattacttacagttttgatatgtgtccaaataactgctcaggccgaggagagtgt 859 



Query: 781 aagatcagtaatagcagcgatactgttgaatgtgaatgttctgaaaactggaaaggtgaa 840 

IIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 860 aagatcagtaatagcagcgatactgttgaatgtgaatgttctgaaaactggaaaggtgaa 919 



Query: 841 gcatgtgacattcctcactgtacagacaactgtggttttcctcatcgaggcatctgcaat 900 

Sbjct : 920 gcatgtgacattcctcactgtacagacaactgtggttttcctcatcgaggcatctgcaat 979 

Query : 901 tcaagtgatgtcagaggatgctcctgcttctcagactggcagggtcctggatgttcagtt 960 

Sbjct : 980 tcaagtgatgtcagaggatgctcctgcttctcagactggcagggtcctggatgttcagtt 103 9 

Query: 961 cctgtaccagctaaccagtcattttggactcgagaggaatattctaacttaaagctcccc 102 0 

Sbjct: 1040 cctgtaccagctaaccagtcattttggactcgagaggaatattctaacttaaagctcccc 1099 

Query: 1021 agagcatctcataaagctgtggtcaatggaaacattatgtgggttgttggaggatatatg 1080 

Sbjct: 1100 agagcatctcataaagctgtggtcaatggaaacattatgtgggttgttggaggatatatg 1159 

Query : 1081 ttcaaccactcagattataacatggttctagcgtatgaccttgcttctagggagtggctt 1140 

Sbjct : 1160 ttcaaccactcagattataacatggttctagcgtatgaccttgcttctagggagtggctt 1219 

Query: 1141 ccactaaaccgttctgtgaacaatgtggttgttagatatggtcattctttggcattatac 12 00 

Sbjct : 122 0 ccactaaaccgttctgtgaacaatgtggttgttagatatggtcattctttggcattatac 12 7 9 

Query: 1201 aaggataaaatttacatgtatggaggaaaaattgattcaactgggaatgtgaccaatgag 1260 

IIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIilllllllllllllllllllll 

Sbjct: 1280 aaggataaaatttacatgtatggaggaaaaattgattcaactgggaatgtgaccaatgag 1339 

Query: 1261 ttgagagtttttcacattcataatgagtcatgggtgttgttgacccctaaggcaaaggag 1320 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 1340 ttgagagtttttcacattcataatgagtcatgggtgttgttgacccctaaggcaaaggag 1399 

Query: 1321 cagtatgcagtggttgggcactctgcacacattgttacactgaagaatggccgagtggtc 1380 

Sbjct : 1400 cagtatgcagtggttgggcactctgcacacattgttacactgaagaatggccgagtggtc 1459 

Query: 13 81 atgctggtcatctttggtcactgccctctctatggatatataagcaatgtgcaggaatat 144 0 

Sbjct : 1460 atgctggtcatctttggtcactgccctctctatggatatataagcaatgtgcaggaatat 1519 

Query: 1441 gatttggataagaacacatggagtatattacacacccagggtgcccttgtgcaagggggt 1500 

Sbjct : 1520 gatttggataagaacacatggagtatattacacacccagggtgcccttgtgcaagggggt 1579 

Query : 1501 tacggccatagcagtgtttacgaccataggaccagggccctatacgttcatggtggctac 1560 



Sbj ct : 1580 tacggccatagcagtgtttacgaccataggaccagggccctatacgttcatggtggctac 1639 



Query : 1561 aaggctttcagtgccaataagtaccggcttgcagatgatctctaccgatatgatgtggat 1620 
Sbjct: 1640 aaggctttcagtgccaataagtaccggcttgcagatgatctctaccgatatgatgtggat 1699 



Query : 1621 acccagatgtggaccattcttaaggacagccgatttttccgttacttgcacacagctgtg 1680 
Sbjct: 1700 acccagatgtggaccattcttaaggacagccgatttttccgttacttgcacacagctgtg 1759 



Query: 1681 atagtgagtggaaccatgctggtgtttggaggaaacacacacaatgacacatctatgagc 1740 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 1760 atagtgagtggaaccatgctggtgtttggaggaaacacacacaatgacacatctatgagc 1819 



Query: 1741 catggcgccaaatgcttctcttcagatttcatggcctatgacattgcctgtgaccgctgg 1800 
Sbjct: 1820 catggcgccaaatgcttctcttcagatttcatggcctatgacattgcctgtgaccgctgg 1879 



Query: 1801 tcagtgcttcccagacctgatctccaccatgatgtcaacagatttggccattcagcagtc 1860 
Sbjct: 1880 tcagtgcttcccagacctgatctccaccatgatgtcaacagatttggccattcagcagtc 1939 



Query: 1861 ttacacaacagcaccatgtatgtgttcggtggtttcaatagtctcctcctcagcgacatc 1920 
Sbjct: 1940 ttacacaacagcaccatgtatgtgttcggtggtttcaatagtctcctcctcagcgacatc 1999 



Query: 1921 ctggtattcacctcggaacagtgtgatgcgcatcggagtgaagccgcttgtttagcagca 1980 

IIIIIIIIIIIIIIIIMIIilllllllllllllllllllllllllllllllllllllll 

Sbjct: 2000 ctggtattcacctcggaacagtgtgatgcgcatcggagtgaagccgcttgtttagcagca 2059 



Query: 1981 ggacctggtattcggtgtgtgtggaacacagggtcgtctcagtgtatctcgtgggcgctg 2040 
Sbjct: 2060 ggacctggtattcggtgtgtgtggaacacagggtcgtctcagtgtatctcgtgggcgctg 2119 



Query: 2041 gcaactgatgaacaagaagaaaagttaaaatcagaatgtttttccaaaagaactcttgac 2100 
Sbjct: 2120 gcaactgatgaacaagaagaaaagttaaaatcagaatgtttttccaaaagaactcttgac 2179 



Query: 2101 catgacagatgtgaccagcacacagattgttacagctgcacagccaacaccaatgactgc 2160 
Sbjct: 2180 catgacagatgtgaccagcacacagattgttacagctgcacagccaacaccaatgactgc 2239 



Query : 
Sbjct : 



2161 



2240 



cactggtgcaatgaccattgtgtccccaggaaccacagctgctcagaaggccagatctcc 
cactggtgcaatgaccattgtgtccccaggaaccacagctgctcagaaggccagatctcc 



2220 



2299 



to 



Query: 2221 atttttaggtatgagaattgccccaaggataaccccatgtactactgtaacaagaagacc 2 2 80 

Sbjct : 2 3 00 atttttaggtatgagaattgccccaaggataaccccatgtactactgtaacaagaagacc 23 5 9 

Query: 2 281 agctgcaggagctgtgccctggaccagaactgccagtgggagccccggaatcaggagtgc 2 34 0 

Sbjct : 2360 agctgcaggagctgtgccctggaccagaactgccagtgggagccccggaatcaggagtgc 2419 

Query: 2341 attgccctgcccgaaaatatctgtggcattggctggcatttggttggaaactcatgtttg 2400 

Sbjct: 2420 attgccctgcccgaaaatatctgtggcattggctggcatttggttggaaactcatgtttg 2479 

Query: 24 01 aaaattactactgccaaggagaattatgacaatgctaaattgttctgtaggaaccacaat 24 60 

Sbjct : 24 80 aaaattactactgccaaggagaattatgacaatgctaaattgttctgtaggaaccacaat 2 53 9 

Query: 24 61 gcccttttggcttctcttacaacccagaagaaggtagaatttgtccttaagcagctgcga 2 52 0 

1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 i i 1 1 1 1 1 1 1 1 1 

Sbjct : 254 0 gcccttttggcttctcttacaacccagaagaaggtagaatttgtccttaagcagctgcga 2 5 99 

Query : 2 521 ataatgcagtcatctcagagcatgtccaagctcaccttaaccccatgggtcggccttcgg 2 5 80 

Sbj ct : 2600 ataatgcagtcatctcagagcatgtccaagctcaccttaaccccatgggtcggccttcgg 2659 

Query: 2581 aagatcaatgtgtcctactggtgctgggaagatatgtccccatttacaaatagtttacta 2640 

Sbjct : 2 660 aagatcaatgtgtcctactggtgctgggaagatatgtccccatttacaaatagtttacta 2 719 

Query: 2 641 cagtggatgccgtctgagcccagtgatgctggattctgtggaattttatcagaacccagt 2 70 0 

Sbjct : 2720 cagtggatgccgtctgagcccagtgatgctggattctgtggaattttatcagaacccagt 2779 

Query: 2701 actcggggactgaaggctgcaacctgcatcaacccactcaatggtagtgtctgtgaaagg 2760 

Sbj ct : 2780 actcggggactgaaggctgcaacctgcatcaacccactcaatggtagtgtctgtgaaagg 2839 

Query : 2 7 61 cctgcaaaccacagtgctaagcagtgccggacaccatgtgccttgaggacagcatgtgga 2 82 0 

Sbjct : 2 84 0 cctgcaaaccacagtgctaagcagtgccggacaccatgtgccttgaggacagcatgtgga 2 8 99 

Query: 2821 gattgcaccagcggcagctctgagtgcatgtggtgcagcaacatgaagcagtgtgtggac 2880 

Sbjct : 2 900 gattgcaccagcggcagctctgagtgcatgtggtgcagcaacatgaagcagtgtgtggac 2 95 9 

Query : 2 881 tccaatgcctatgtggcctccttcccttttggccagtgtatggaatggtatacgatgagc 2 94 0 



Sbjct : 2960 tccaatgcctatgtggcctccttcccttttggccagtgtatggaatggtatacgatgagc 3019 

Query: 2941 acctgcccccctgaaaattgttcaggctactgtacctgtagtcattgcttggagcaacca 3000 

Sbjct : 3020 acctgcccccctgaaaattgttcaggctactgtacctgtagtcattgcttggagcaacca 3079 

Query: 3 001 ggctgtggctggtgtactgatcccagcaatactggcaaagggaaatgcatagagggttcc 3 060 

Sbjct : 3 080 ggctgtggctggtgtactgatcccagcaatactggcaaagggaaatgcatagagggttcc 313 9 

Query: 3 061 tataaaggaccagtgaagatgccttcgcaagcccctacaggaaatttctatccacagccc 312 0 

Sbjct : 3 14 0 tataaaggaccagtgaagatgccttcgcaagcccctacaggaaatttctatccacagccc 319 9 

Query : 3121 ctgctcaattccagcatgtgtctagaggacagcagatacaactggtctttcattcactgt 3180 

MlllllllllllllllllllllllllllllllllllllllllllllllillllMIIII 

Sbjct : 3200 ctgctcaattccagcatgtgtctagaggacagcagatacaactggtctttcattcactgt 3259 

Query: 3181 ccagcttgccaatgcaacggccacagtaaatgcatcaatcagagcatctgtgagaagtgt 3240 

Sbjct : 3260 ccagcttgccaatgcaacggccacagtaaatgcatcaatcagagcatctgtgagaagtgt 3319 

Query : 3241 gagaacctgaccacaggcaagcactgcgagacctgcatatctggcttctacggtgatccc 3300 

Sbjct : 3320 gagaacctgaccacaggcaagcactgcgagacctgcatatctggcttctacggtgatccc 3379 

Query : 3301 accaatggagggaaatgtcagccatgcaagtgcaatgggcacgcgtctctgtgcaacacc 3360 

Sbjct: 3380 accaatggagggaaatgtcagccatgcaagtgcaatgggcacgcgtctctgtgcaacacc 3439 

Query : 3361 aacacgggcaagtgcttctgcaccaccaagggcgtcaagggggacgagtgccagctatgt 3420 

Sbjct : 3440 aacacgggcaagtgcttctgcaccaccaagggcgtcaagggggacgagtgccagctatgt 3499 

Query: 3421 gaggtagaaaatcgataccaaggaaaccctctcagaggaacatgttattatactcttctt 34 80 

Sbjct : 3500 gaggtagaaaatcgataccaaggaaaccctctcagaggaacatgttattatactcttctt 3559 



Query: 3481 attgactatcagttcacctttagtctatcccaggaagatgatcgctattacacagctatc 3540 
Sbjct : 3560 attgactatcagttcacctttagtctatcccaggaagatgatcgctattacacagctatc 3619 



Query : 3541 aattttgtggctactcctgacgaacaaaacagggatttggacatgttcatcaatgcctcc 3600 
Sbjct : 3620 aattttgtggctactcctgacgaacaaaacagggatttggacatgttcatcaatgcctcc 3679 



Query: 3601 aagaatttcaacctcaacatcacctgggctgccagtttctcagctggaacccaggctgga 3660 

IIIMIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIillllllllllllllllllllll 

Sbjct: 3680 aagaatttcaacctcaacatcacctgggctgccagtttctcagctggaacccaggctgga 3739 
Query: 3661 gaagagatgcctgttgtttcaaaaaccaacattaaggagtacaaagatagtttctctaat 3720 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 3740 gaagagatgcctgttgtttcaaaaaccaacattaaggagtacaaagatagtttctctaat 3799 
Query: 3721 gagaagtttgattttcgcaaccacccaaatatcactttctttgtttatgtcagtaatttc 3780 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 3800 gagaagtttgattttcgcaaccacccaaatatcactttctttgtttatgtcagtaatttc 3859 
Query: 3781 acctggcccatcaaaattcag 3801 

iiiiiiiiiiiiiiiiiiiii 

Sbjct: 3860 acctggcccatcaaaattcag 3880 



Identity to secreted attractin (short 5' end) 

Homo sapiens attractin (ATRN) , transcript variant 3, mRNA, Length = 3894 

Score = 6918 bits (3490), Expect = 0.0 
Identities = 3490/3490 (100%) 
Strand = Plus / Plus 

100% identical base pairs over first 92 base pairs, then deleted region, then 100% 
identical over 3490 base pairs; therefore 100% identical over 92+3490 bp = 3582 bp, 
therefore 83.5% of reference length therefore 83.5% identical (?) 

Query: 312 ctgtgtcaacggcggtcgctgcaaccctggcaccggccagtgcgtctgccccgccggctg 3 71 

llllllllllllllilMIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIMIII 

Sbjct : 169 ctgtgtcaacggcggtcgctgcaaccctggcaccggccagtgcgtctgccccgccggctg 228 
Query : 3 72 ggtgggcgagcaatgccagcactgcgggggccgcttcagactaactggatcttctgggtt 431 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 229 ggtgggcgagcaatgccagcactgcgggggccgcttcagactaactggatcttctgggtt 288 
Query: 4 32 tgtgacagatggacctggaaattataaatacaaaacgaagtgcacgtggctcattgaagg 4 91 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 289 tgtgacagatggacctggaaattataaatacaaaacgaagtgcacgtggctcattgaagg 348 
Query : 492 acagccaaatagaataatgagacttcgtttcaatcattttgctacagagtgtagttggga 551 

IIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIMIMIMIIIIIIIIIIIIIIIM 

Sbjct : 349 acagccaaatagaataatgagacttcgtttcaatcattttgctacagagtgtagttggga 408 
Query: 552 ccatttatatgtttatgatggggactcaatttatgcaccgctagttgctgcatttagtgg 611 
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Sbjct : 409 ccatttatatgtttatgatggggactcaatttatgcaccgctagttgctgcatttagtgg 468 



Query : 612 cctcattgttcctgagagagatggcaatgagactgtccctgaggttgttgccacatcagg 671 

Sbjct : 469 cctcattgttcctgagagagatggcaatgagactgtccctgaggttgttgccacatcagg 528 

Query: 672 ttatgccttgctgcatttttttagtgatgctgcttataatttgactggatttaatattac 731 

Sbjct : 529 ttatgccttgctgcatttttttagtgatgctgcttataatttgactggatttaatattac 588 



Query: 732 ttacagttt tgatatgtgtccaaataactgctcaggccgaggagagtgtaagatcagtaa 791 

Sbjct : 589 ttacagttttgatatgtgtccaaataactgctcaggccgaggagagtgtaagatcagtaa 648 

Query : 792 tagcagcgatactgttgaatgtgaatgttctgaaaactggaaaggtgaagcatgtgacat 851 

Sbjct : 649 tagcagcgatactgttgaatgtgaatgttctgaaaactggaaaggtgaagcatgtgacat 708 

Query : 852 tcctcactgtacagacaactgtggttttcctcatcgaggcatctgcaattcaagtgatgt 911 

IIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIilllllllllllll 

Sbjct: 709 tcctcactgtacagacaactgtggttttcctcatcgaggcatctgcaattcaagtgatgt 768 

Query: 912 cagaggatgctcctgcttctcagactggcagggtcctggatgttcagttcctgtaccagc 971 

Sbjct: 769 cagaggatgctcctgcttctcagactggcagggtcctggatgttcagttcctgtaccagc 828 

Query : 972 taaccagtcattttggactcgagaggaatattctaacttaaagctccccagagcatctca 1031 

Sbjct : 829 taaccagtcattttggactcgagaggaatattctaacttaaagctccccagagcatctca 888 

Query : 1032 taaagctgtggtcaatggaaacattatgtgggttgttggaggatatatgttcaaccactc 1091 

Sbjct : 889 taaagctgtggtcaatggaaacattatgtgggttgttggaggatatatgttcaaccactc 948 

Query: 1092 agattataacatggttctagcgtatgaccttgcttctagggagtggcttccactaaaccg 1151 

Sbjct : 949 agattataacatggttctagcgtatgaccttgcttctagggagtggcttccactaaaccg 1008 

Query: 1152 ttctgtgaacaatgtggttgttagatatggtcattctttggcattatacaaggataaaat 1211 

Sbjct : 1009 ttctgtgaacaatgtggttgttagatatggtcattctttggcattatacaaggataaaat 1068 

Query : 1212 ttacatgtatggaggaaaaattgattcaactgggaatgtgaccaatgagttgagagtttt 12 71 

Sbjct: 1069 ttacatgtatggaggaaaaattgattcaactgggaatgtgaccaatgagttgagagtttt 1128 



Query: 1272 tcacattcataatgagtcatgggtgttgttgacccctaaggcaaaggagcagtatgcagt 1331 

Sbjct: 1129 tcacattcataatgagtcatgggtgttgttgacccctaaggcaaaggagcagtatgcagt 1188 

Query: 133 2 ggttgggcactctgcacacattgttacactgaagaatggccgagtggtcatgctggtcat 13 91 

Sbjct: 1189 ggttgggcactctgcacacattgttacactgaagaatggccgagtggtcatgctggtcat 1248 

Query: 1392 ctttggtcactgccctctctatggatatataagcaatgtgcaggaatatgatttggataa 1451 

Sbjct: 1249 ctttggtcactgccctctctatggatatataagcaatgtgcaggaatatgatttggataa 1308 

Query: 1452 gaacacatggagtatattacacacccagggtgcccttgtgcaagggggttacggccatag 1511 

Sbjct: 1309 gaacacatggagtatattacacacccagggtgcccttgtgcaagggggttacggccatag 1368 

Query: 1512 cagtgtttacgaccataggaccagggccctatacgttcatggtggctacaaggctttcag 1571 

Sbjct: 1369 cagtgtttacgaccataggaccagggccctatacgttcatggtggctacaaggctttcag 1428 

Query: 1572 tgccaataagtaccggcttgcagatgatctctaccgatatgatgtggatacccagatgtg 1631 

Sbjct: 1429 tgccaataagtaccggcttgcagatgatctctaccgatatgatgtggatacccagatgtg 1488 

Query: 1632 gaccattcttaaggacagccgatttttccgttacttgcacacagctgtgatagtgagtgg 1691 

Sbjct: 1489 gaccattcttaaggacagccgatttttccgttacttgcacacagctgtgatagtgagtgg 1548 

Query: 1692 aaccatgctggtgtttggaggaaacacacacaatgacacatctatgagccatggcgccaa 1751 

Sbjct: 1549 aaccatgctggtgtttggaggaaacacacacaatgacacatctatgagccatggcgccaa 1608 

Query: 17 52 atgcttctcttcagatttcatggcctatgacattgcctgtgaccgctggtcagtgcttcc 1811 

Sbjct: 1609 atgcttctcttcagatttcatggcctatgacattgcctgtgaccgctggtcagtgcttcc 1668 

Query: 1812 cagacctgatctccaccatgatgtcaacagatttggccattcagcagtcttacacaacag 1871 

Sbjct : 1669 cagacctgatctccaccatgatgtcaacagatttggccattcagcagtcttacacaacag 1728 

Query: 1872 caccatgtatgtgttcggtggtttcaatagtctcctcctcagcgacatcctggtattcac 1931 

Sbjct : 1729 caccatgtatgtgttcggtggtttcaatagtctcctcctcagcgacatcctggtattcac 1788 



Query: 1932 ctcggaacagtgtgatgcgcatcggagtgaagccgcttgtttagcagcaggacctggtat 1991 

Sbjct : 1789 ctcggaacagtgtgatgcgcatcggagtgaagccgcttgtttagcagcaggacctggtat 1848 

Query: 1992 tcggtgtgtgtggaacacagggtcgtctcagtgtatctcgtgggcgctggcaactgatga 2 051 

Sbjct : 184 9 tcggtgtgtgtggaacacagggtcgtctcagtgtatctcgtgggcgctggcaactgatga 1908 

Query: 2 052 acaagaagaaaagttaaaatcagaatgtttttccaaaagaactcttgaccatgacagatg 2111 

Sbjct : 1909 acaagaagaaaagttaaaatcagaatgtttttccaaaagaactcttgaccatgacagatg 1968 



Query : 2112 tgaccagcacacagattgttacagctgcacagccaacaccaatgactgccactggtgcaa 2171 

Sbj ct : 1969 tgaccagcacacagattgttacagctgcacagccaacaccaatgactgccactggtgcaa 2 02 8 

Query : 2172 tgaccattgtgtccccaggaaccacagctgctcagaaggccagatctccatttttaggta 22 31 

Sbj ct : 2 02 9 tgaccattgtgtccccaggaaccacagctgctcagaaggccagatctccatttttaggta 2 0 88 

Query : 2232 tgagaattgccccaaggataaccccatgtactactgtaacaagaagaccagctgcaggag 22 91 

III II II INI I III I III INI Mil INI I III MM I III II II MM III I III 1 1 

Sbj ct : 2 089 tgagaattgccccaaggataaccccatgtactactgtaacaagaagaccagctgcaggag 214 8 

Query : 22 92 ctgtgccctggaccagaactgccagtgggagccccggaatcaggagtgcattgccctgcc 23 51 

Sbj ct : 2149 ctgtgccctggaccagaactgccagtgggagccccggaatcaggagtgcattgccctgcc 2208 

Query : 2 3 52 cgaaaatatctgtggcattggctggcatttggttggaaactcatgtttgaaaattactac 2411 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii ' 

Sbj ct : 2209 cgaaaatatctgtggcattggctggcatttggttggaaactcatgtttgaaaattactac 22 68 

Query : 2412 tgccaaggagaattatgacaatgctaaattgttctgtaggaaccacaatgcccttttggc 24 71 

Sbjct : 2269 tgccaaggagaattatgacaatgctaaat tgt t c tgtaggaaccacaatgccct t ttggc 2328 

Query : 24 72 ttctcttacaacccagaagaaggtagaatttgtccttaagcagctgcgaataatgcagtc 2531 

Sbjct : 2329 ttctcttacaacccagaagaaggtagaatttgtccttaagcagctgcgaataatgcagtc 2388 



Query : 2532 atctcagagcatgtccaagctcaccttaaccccatgggtcggccttcggaagatcaatgt 2591 

Sbjct : 2389 atctcagagcatgtccaagctcaccttaaccccatgggtcggccttcggaagatcaatgt 2448 

Query : 2 5 92 gtcctactggtgctgggaagatatgtccccatttacaaatagtttactacagtggatgcc 2 651 

IIIIIIIMIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIII 



It 



Sbjct: 2449 gtcctactggtgctgggaagatatgtccccatttacaaatagtttactacagtggatgcc 2508 



Query: 2652 gtctgagcccagtgatgctggattctgtggaattttatcagaacccagtactcggggact 2711 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 2509 gtctgagcccagtgatgctggattctgtggaattttatcagaacccagtactcggggact 2568 

Query: 2712 gaaggctgcaacctgcatcaacccactcaatggtagtgtctgtgaaaggcctgcaaacca 2771 

IIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 2569 gaaggctgcaacctgcatcaacccactcaatggtagtgtctgtgaaaggcctgcaaacca 2628 

Query : 2 772 cagtgctaagcagtgccggacaccatgtgccttgaggacagcatgtggagattgcaccag 2 831 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2629 cagtgctaagcagtgccggacaccatgtgccttgaggacagcatgtggagattgcaccag 2688 

Query : 2832 cggcagctctgagtgcatgtggtgcagcaacatgaagcagtgtgtggactccaatgccta 2891 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2689 cggcagctctgagtgcatgtggtgcagcaacatgaagcagtgtgtggactccaatgccta 2748 

Query: 2892 tgtggcctccttcccttttggccagtgtatggaatggtatacgatgagcacctgcccccc 2951 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMI 

Sbjct: 2749 tgtggcctcct t ccct tt tggccagtgtatggaatggtatacgatgagcacc tgcccccc 2808 

Query : 2952 tgaaaattgttcaggctactgtacctgtagtcattgcttggagcaaccaggctgtggctg 3011 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2809 tgaaaattgttcaggctactgtacctgtagtcattgcttggagcaaccaggctgtggctg 2868 

Query : 3 012 gtgtactgatcccagcaatactggcaaagggaaatgcatagagggttcctataaaggacc 3 071 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2869 gtgtac tgatcccagcaatactggcaaagggaaatgcatagagggt tcctataaaggacc 2928 

Query : 3 072 agtgaagatgccttcgcaagcccctacaggaaatttctatccacagcccctgctcaattc 3131 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2929 agtgaagatgccttcgcaagcccctacaggaaatttctatccacagcccctgctcaattc 2988 

Query : 3132 cagcatgtgtctagaggacagcagatacaactggtctttcattcactgtccagcttgcca 3191 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMMIII 

Sbjct: 2989 cagcatgtgtctagaggacagcagatacaactggtctttcattcactgtccagcttgcca 3048 

Query: 3192 atgcaacggccacagtaaatgcatcaatcagagcatctgtgagaagtgtgagaacctgac 3251 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 3049 atgcaacggccacagtaaatgcatcaatcagagcatctgtgagaagtgtgagaacctgac 3108 



Query: 3252 cacaggcaagcactgcgagacctgcatatctggcttctacggtgatcccaccaatggagg 3311 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbj ct : 310 9 cacaggcaagcactgcgagacctgcatatctggcttctacggtgatcccaccaatggagg 3168 



Query: 3312 gaaatgtcagccatgcaagtgcaatgggcacgcgtctctgtgcaacaccaacacgggcaa 3371 

Sbjct: 3169 gaaatgtcagccatgcaagtgcaatgggcacgcgtctctgtgcaacaccaacacgggcaa 3228 

Query : 3 3 72 gtgcttctgcaccaccaagggcgtcaagggggacgagtgccagctatgtgaggtagaaaa 34 31 

Sbjct: 3229 gtgcttctgcaccaccaagggcgtcaagggggacgagtgccagctatgtgaggtagaaaa 3288 

Query : 3 43 2 tcgataccaaggaaaccctctcagaggaacatgttattatactcttcttattgactatca 34 91 

Sbjct : 3289 tcgataccaaggaaaccctctcagaggaacatgttattatactcttcttattgactatca 3348 

Query : 34 92 gttcacctttagtctatcccaggaagatgatcgctattacacagctatcaattttgtggc 3 551 

Sbjct: 3349 gttcacctttagtctatcccaggaagatgatcgctattacacagctatcaattttgtggc 3408 

Query: 3552 tactcctgacgaacaaaacagggatttggacatgttcatcaatgcctccaagaatttcaa 3611 

Sbjct: 3409 tactcctgacgaacaaaacagggatttggacatgttcatcaatgcctccaagaatttcaa 3468 

Query: 3 612 cctcaacatcacctgggctgccagtttctcagctggaacccaggctggagaagagatgcc 3 671 

Sbjct: 3469 cctcaacatcacctgggctgccagtttctcagctggaacccaggctggagaagagatgcc 3528 

Query: 3 672 tgttgtttcaaaaaccaacattaaggagtacaaagatagtttctctaatgagaagtttga 3 731 

Sbjct: 3529 tgttgtttcaaaaaccaacattaaggagtacaaagatagtttctctaatgagaagtttga 3588 

Query : 3 732 ttttcgcaaccacccaaatatcactttctttgtttatgtcagtaatttcacctggcccat 3 7 91 

Sbj ct : 3 5 89 ttttcgcaaccacccaaatatcactttctttgtttatgtcagtaatttcacctggcccat 3 64 8 

Query: 3792 caaaattcag 3801 

Sbjct: 3649 caaaattcag 3658 



Score = 182 bits (92), Expect = 4e-42 
Identities = 92/92 (100%) 
Strand = Plus / Plus 



Query : 1 atggtggctgcagcggcggcaactgaggcaaggctgaggaggaggacggcggcgacggca 6 0 

IIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIII 

Sbjct : 80 atggtggctgcagcggcggcaactgaggcaaggctgaggaggaggacggcggcgacggca 13 9 



Query: 61 gcgctcgcgggcaggagcggcgggccgcactg 92 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 140 gcgctcgcgggcaggagcggcgggccgcactg 171 



Identity to membrane attractin (short 5' end) 

100% identical base pairs over first 92 base pairs, then deleted region, then 100% 
identical over 3979 base pairs; therefore 100% identical over 92+3979 bp = 4071 bp, 
therefore 94,9% of reference length therefore 94,9% identical (?) 

sequence not shown 

Identity to kiaa0548/AB011120 coding region 

Score = 2617 bits (1361), Expect =0.0 
Identities = 1361/1361 (100%) 
Strand = Plus / Plus 

100% identical 1361 base pairs but 31.73% of reference length therefore 31.73% 
identical . 

Query: 3009 atacgatgagcacctgcccccctgaaaattgttcaggctactgtacctgtagtcattgct 3068 

IIIMIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1 atacgatgagcacctgcccccctgaaaattgttcaggctactgtacctgtagtcattgct 60 

KIAA0548 protein 1 TMSTCPPENCSGYCTCSHC 



Query: 3069 tggagcaaccaggctgtggctggtgtactgatcccagcaatactggcaaagggaaatgca 3128 

MIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 61 tggagcaaccaggctgtggctggtgtactgatcccagcaatactggcaaagggaaatgca 120 

KIAA0548 protein 20 LEQPGCGWCTDPSNTGKGKC 



Query: 3129 tagagggttcctataaaggaccagtgaagatgccttcgcaagcccctacaggaaatttct 3188 

IIIIIMIIMIIMIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIMIII 

Sbjct : 121 tagagggttcctataaaggaccagtgaagatgccttcgcaagcccctacaggaaatttct 180 

KIAA0548 protein 40 lEGSYKGPVKMPSQAPTGNF 



Query: 3189 atccacagcccctgctcaattccagcatgtgtctagaggacagcagatacaactggtctt 3248 

IIIIMMIIIIIIIIIIIIIIIIIMMIIIIIIIIIIIIMIIIIIIIIIIIMMII 

Sbjct: 181 atccacagcccctgctcaattccagcatgtgtctagaggacagcagatacaactggtctt 240 

KIAA0548 protein 60 YPQPLLNSSMCLEDSRYNWS 



Query: 3249 tcattcactgtccagcttgccaatgcaacggccacagtaaatgcatcaatcagagcatct 3308 

IIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIM 

Sbjct: 241 tcattcactgtccagcttgccaatgcaacggccacagtaaatgcatcaatcagagcatct 300 

KIAA0548 protein 80 FIHCPACQCNGHSKCINQSI 



Query: 3309 gtgagaagtgtgagaacctgaccacaggcaagcactgcgagacctgcatatctggcttct 3368 

MIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIMIIIIIIIIIIIIIIIMIIIIIII 

Sbjct : 301 gtgagaagtgtgagaacctgaccacaggcaagcactgcgagacctgcatatctggcttct 360 

KIAA0548 protein 100 CEKCENLTTGKHCETCISGF 



Query: 3369 acggtgatcccaccaatggagggaaatgtcagccatgcaagtgcaatgggcacgcgtctc 3428 



Sbjct: 361 acggtgatcccaccaatggagggaaatgtcagccatgcaagtgcaatgggcacgcgtctc 420 

KIAA0548 protein 120 YGDPTNGGKCQPCKCNGHAS 



Query: 3429 tgtgcaacaccaacacgggcaagtgcttctgcaccaccaagggcgtcaagggggacgagt 3488 

Sbjct: 421 tgtgcaacaccaacacgggcaagtgcttctgcaccaccaagggcgtcaagggggacgagt 480 

KIAA0548 protein 140 L CNTNTGKCFCTTKGVKGDE 



Query: 3489 gccagctatgtgaggtagaaaatcgataccaaggaaaccctctcagaggaacatgttatt 3548 

IIIIIIIIIIIIIIIIIIIIIIMIMIIMIIIIIIIMIIIIIIIIIIIIIIIIIIII 

Sbjct: 481 gccagctatgtgaggtagaaaatcgataccaaggaaaccctctcagaggaacatgttatt 540 

KIAA0548 protein 160 CQLCEVENRYQGNPLRGTCY 



Query: 3549 atactcttcttattgactatcagttcacctttagtctatcccaggaagatgatcgctatt 3608 

Sbjct: 541 atactcttcttattgactatcagttcacctttagtctatcccaggaagatgatcgctatt 600 

KIAA0548 protein 180YTLLIDYQFTFSLSQEDDRY 



Query: 3609 acacagctatcaattttgtggctactcctgacgaacaaaacagggatttggacatgttca 3668 

IIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIMIIIIMIIMIIIIIIII 

Sbjct: 601 acacagctatcaattttgtggctactcctgacgaacaaaacagggatttggacatgttca 660 

KIAA0548 protein 200 YTAINFVATPDEQNRDLDMF 



Query: 3669 tcaatgcctccaagaatttcaacctcaacatcacctgggctgccagtttctcagctggaa 3728 

IIIIIIIIIIIIIMIIIIIIIMMIIMIIIIIIIIIIIIIIIIIIIIIIIIIMIII 

Sbjct: 661 tcaatgcctccaagaatttcaacctcaacatcacctgggctgccagtttctcagctggaa 720 

KIAA0548 protein 220 INASKNFNLNITWAASFSAG 



Query: 3729 cccaggctggagaagagatgcctgttgtttcaaaaaccaacattaaggagtacaaagata 3788 

IIIIIIIIIIIIIIIIMIMIIIIIIIIIIIIIIIIMIIIMIIIIIIIIIIIIIIII 

Sbjct: 721 cccaggctggagaagagatgcctgttgtttcaaaaaccaacattaaggagtacaaagata 780 

KIAA0548 protein 240 TQAGEEMPVVSKTNI KEYKD 



Query: 3789 gtttctctaatgagaagtttgattttcgcaaccacccaaatatcactttctttgtt tatg 3848 

IIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIMMMIIIIIIIIIIIIIIIIIII 

Sbjct: 781 gtttctctaatgagaagtttgattttcgcaaccacccaaatatcactttctttgtttatg 840 

KIAA0548 protein 260 SFSNEKFDFRNHPNITFFVY 



Query: 3849 tcagtaat ttcacctggcccatcaaaattcagattgccttctctcagcacagcaat ttta 3908 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 M I 1 1 1 1 1 1 1 1 M 1 1 M 1 1 1 M I 

Sbjct: 841 tcagtaatttcacctggcccatcaaaattcagattgccttctctcagcacagcaatttta 900 

KIAA0548 protein 280 VSNFTWPIKIQIAFSQHSNF 



Query: 3909 tggacctggtacagttcttcgtgactttcttcagttgtttcctctct ttgctcctggtgg 3968 

IMIIIIIMIIIIIIIIIIIIIIIIIIIMIMIIMIIIIIIIIIMIIIIMIIMI 

Sbjct: 901 tggacctggtacagttcttcgtgactttcttcagttgtttcctctctttgctcctggtgg 960 

KIAA0548 protein 300 MDLVQFFVTFFSCFLSLLLV 



Query: 3969 ctgctgtggtttggaagatcaaacaaagttgttgggcctccagacgtagagagcaacttc 4028 

IIIIIMIIMIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIMII 

Sbjct: 961 ctgctgtggtttggaagatcaaacaaagttgttgggcctccagacgtagagagcaacttc 1020 

KIAA0548 protein 320 AAVVWKI KQSCWASRRREQL 



2^ 



Query: 4029 ttcgagagatgcaacagatggccagccgtccctttgcctctgtaaatgtcgccttggaaa 4088 

Sbjct: 1021 ttcgagagatgcaacagatggccagccgtccctttgcctctgtaaatgtcgccttggaaa 1080 

KIAA0548 protein 340 LREMQQMASRPFASVNVALE 



Query: 4089 cagatgaggagcctcctgatcttattggggggagtataaagactgttcccaaacccattg 4148 

Sbjct: 1081 cagatgaggagcctcctgatcttattggggggagtataaagactgttcccaaacccattg 1140 

KIAA0548 protein 360 TDEEPPDLIGGSIKTVPKPI 



Query: 4149 cactggagccgtgttttggcaacaaagccgctgtcctctctgtgtttgtgaggctccctc 4208 

Sbjct: 1141 cactggagccgtgttttggcaacaaagccgctgtcctctctgtgtttgtgaggctccctc 1200 

KIAA0548 protein 380 ALEPCFGNKAAVLSVFVRLP 



Query: 4209 gaggcctgggtggcatccctcctcctgggcagtcaggtcttgctgtggccagcgccctgg 4268 

Sbjct: 1201 gaggcctgggtggcatccctcctcctgggcagtcaggtcttgctgtggccagcgccctgg 1260 

KIAA0548 protein 400 RGLGGIPPPGQSGLAVASAL 



Query: 4269 tggacatttctcagcagatgccgatagtgtacaaggagaagtcaggagccgtgagaaacc 4328 

Sbjct: 1261 tggacatttctcagcagatgccgatagtgtacaaggagaagtcaggagccgtgagaaacc 1320 

KIAA0548 protein 420 VDISQQMPIVYKEKSGAVRN 



Query: 4329 ggaagcagcagccccctgcacagcctgggacctgcatctga 4369 

Sbjct: 1321 ggaagcagcagccccctgcacagcctgggacctgcatctga 1361 

KIAA0548 protein 440 RKQQPPAQPGTCI""" 



